27
Introduction 62
The first global epidemic of invasive meningococcal disease (IMD) caused by the bacterium 63 Neisseria meningitidis of serogroup W occurred in 2000 after the Hajj pilgrimage to Mecca, 64 with cases reported in pilgrims and their close contacts from a number of countries [1] . This The most relevant finding is a high incidence of cc865 isolates in the last study period. The generated phylogenetic network confirmed that most (81 %; n = 25) N. meningitidis W 201 isolates from the Czech Republic belong to four clonal complexes: cc22 (n = 10), cc865 (n = 202 8), cc11 (n = 4), and cc174 (n = 3). All these clonal complexes are clearly delineated in the 203 phylogenetic network (Fig. 2 ).
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The clonal complex cc865 shows the highest homogeneity, which is consistent with the fact 205 that all isolates of this clonal complex belong to the same sequence type ST-3342 and were finetyping antigens (5-2,10-1:F5-8).
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Ten out of the 31 study Czech isolates of N. meningitidis W belonged to clonal complex cc22.
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The higher diversity of the phylogenetic network is reflected in the fact that these 10 isolates 
